ABSTRACT Proteus mirabilis as a nosocomial pathogen is often the cause of urinary tract infections. This announcement describes the complete genome sequence of a P. mirabilis myophage named Myduc. Phage Myduc is related to Enterobacteria phage phiEcoM-GJ1, which belongs to a group of myophages with small genome sizes (52,000 to 56,000 bp) possessing a T7-like RNA polymerase.
that phage Myduc may eject its DNA in a manner similar to that of phage T7, which is assisted by the polymerase's transcriptional activity. Myduc shares similar genome features and shares at least 44 of its 79 total proteins (BLASTp; E value, Ͻ0.001) with a group of small myophages (52,000 to 56,000 bp in genome size) that includes Enterobacteria phage phiEcoM-GJ1 (GenBank accession number EF460875) (19) , Escherichia phages Mangalitsa (GenBank accession number MN045229) (20) and ST32 (GenBank accession number MF044458) (21) , and Pectobacterium phages PP101 (GenBank accession number KY087898) and PM1 (GenBank accession number KF534715) (22) .
Data availability. The genome sequence of phage Myduc has been submitted to GenBank under accession number MN098326. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8772108, and SAMN11236500, respectively.
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